with annealing temperatures ranging from 68°C to 55°C. Initial denaturation was 94°C for 5 min, followed by 13 cycles (45 s at 94°C, 2 min at annealing temperature, and 1 min at 72°C), followed by 24 cycles (45 s at 94°C, 1 min at 55°C, and 1 min at 72°C), followed by 10 min at 72°C. PCR products were examined on a 1% agarose gel and scored for the presence or absence of an appropriately sized PCR product and uniform amplification across samples. A total of 20 primers consistently amplified and were further examined by pseudo-multiplexing fluorescently labeled PCR products with 6-FAM, VIC, NED, or PET by adding 0.25 μM of an M13 primer (5′-CACGACGTTGTAAAACGAC-3′) to the PCR reaction following Schuelke (2000) . PCR products were pooled and combined with a GeneScan 500 LIZ Size Standard (Life Technologies, Carlsbad, California, USA) for genotyping on an ABI 3730xl DNA Analyzer at the Georgia Genomics Facility (Athens, Georgia, USA). Resulting chromatograms were scored using Geneious 9.1.5 (Kearse et al., 2012; Biomatters Ltd., Auckland, New Zealand) . Markers displaying more than two alleles for a single individual or failing to be easily scorable were removed from further analysis. The resulting genotypic data were analyzed using GenAlEx version 6.503 (Peakall and Smouse, 2012 ) to obtain standard descriptive statistics and test for per population deviations of Hardy-Weinberg equilibrium at each locus. The presence of null alleles was tested using MICRO-CHECKER (van Oosterhout et al., 2004) . Tests for linkage disequilibrium and global exact tests of heterozygosity deficiency were performed in GENEPOP using default Markov chain parameters (Rousset, 2008) .
Seventeen of the primer pairs consistently amplified and produced chromatograms that were easily scored. Three of these markers (LH2, LH4, and LH24) were monomorphic ( Table 1) . The remaining 14 polymorphic markers produced from two to 17 alleles per locus with an average of 6.0 (Table 2 ). The effective number of alleles per locus ranged from 1.09 to 10.00 with an average of 3.38 (Table 2 ). Expected levels of heterozygosites ranged from 0.083-0.900 with an average of 0.640 (Table 2 ). Markers LH14, LH21, LH22, LH68, and LH78 showed evidence for the presence of null alleles. Observed levels of heterozygosities tended to be lower than expected, which aligns with results from a previous study using allozyme markers (Godt and Hamrick, 1996) . The excess of homozygotes indicated by a global exact test (P < 0.000) was not consistent across populations and could also be due to the Wahlund effect caused by sampling very small subpopulations of this federally listed species (Table 2 ). Significant linkage disequilibrium was detected between marker pair LH22/LH83 (P < 0.001) and marker pairs LH10/LH21, LH10/LH22, LH25/LH67, and LH16/LH69 (P < 0.05). 100%  LH4  100%  100%  100%  LH10  ---LH14  100%  100%  100%  LH16  100%  100%  100%  LH21  60%  20%  -LH22  100%  100%  100%  LH24  60%  60%  -LH25  100%  100%  100%  LH67  60%  -100%  LH68  ---LH69  100%  100%  100%  LH78  100%  100%  100%  LH82  100%  100%  100%  LH83  100%  100%  100%  LH84  100%  60%  100%  LH89  100%  100%  100% Note: -= unsuccessful amplification. a Population and voucher information are provided in Appendix 1. Percentage of five individuals that successfully amplified an appropriately sized product for the locus.
